. Detailed information on isolates/strains assessed in the present study. Splendidus-clade type strain identified according to highest housekeeping gene sequence identity. NVI-prefix: strains maintained at -80°C at the Norwegian Veterinary Institute in Oslo. Accession numbers in italic: sequences obtained from GenBank Fig. S1 . Maximum Likelihood trees based on individual partial gene sequences from V. splendidus-related isolates, with aLRT branch support values shown. The trees were rooted towards the V. tapetis type strain (not shown)
